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position in said eigenvector template along said x-axis of said graph, said one of said peptide 
constituents assigned to said ordered position has a numerical value of said orderable 
physicoch e mical property that is within said y-axis range of said ordered position; 

determining a sequence of a retro-inverso peptide by inverting said sequence of a 
mode-matched peptide; and 

synthesizing said retro-inverso peptide from said sequence, using D-amino acids. 
In the Abstract: 

Please amend the paragraph starting on page 96, line 2 to: 

Methods of synthesizing a peptide or peptide-like molecule to a polypeptide or protein 
target based on mode-matching each member of a set of peptide constituents of the peptide or 
peptide-like molecule to peptide constituents of the target polypeptide or protein target. 
Methods are also provided for synthesizing retro-inverso peptides to the mode-matched 
peptide, d e signing prot e in targ e ted peptides or peptid e analogues whos e sequ e nces ar e 
derived from th e target protein sequ e nces, using target protein sequence, analytically deriv e d 
t e mplates, and rel e vant distributions of amino acids for weighted random assignments to 
thos e templates. The t e mplat e s ar e derived from e igenv e ctors of the autocovariance matrices 
of the physicochemically transform e d amino acid sequenc e of the targ e t prot e ins; wav e l e t 
subsequence templates derived from wavelet transformations of the physicochemically 
transformed amino acid sequenc e of the target proteins; and/or non overlapping redundant 
subsequence templates comput e d from th e physicoch e mically transformed target prot e in 
amino acid sequence. The protein targets include cell receptors; transporters; enzymes; 
chaperonins; antibodies; surface proteins of infectious ag e nts; and any prot e in involved in 
protein protein interactions. The peptides are designed to bind to and/or otherwis e modulate 
the function of the target protein. Partitioned amino acid distributions for weighted random 
assignments to the similarly partitioned t e mplates ar e deriv e d from a variety of 
physiologically relevant amino acid pools or r e gions in the target protein sequence r e l e vant to 
the construction of the templates. Sequential pattern ("mode") matches between candidate 
peptides and their target proteins are designed such that when examin e d by maximum 
entropy, all poles power spectral transformations and/or wavelet transformations, th e y yield 
p e aks of wavenumbers that differ by <\0% of th e larger wavenumber valu e . Also provided 
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ar e e xampl e s of such mod e match e d p e ptid e s, as w e ll as m e thods for th e ir us e in e lucidating 
s ites on protein s for drug design and testing, detection of disease condition s or contaminants, 
and as therap e utics for protein function modulation in dis e as e treatment. 
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